We present the genome sequence of Komagataeibacter maltaceti LMG 1529 T , which is a vinegar-producing acetic acid bacterium. The draft genome sequence consists of 3.6 Mb and contains 3,225 predicted protein-encoding genes. In addition, 53 genes encoding potential oxidoreductases were identified.
Genome analysis revealed that strain LMG 1529 T harbors the potential to produce cellulose. Especially, the deduced proteins KMAL_17180, KMAL_17160, and KMAL_ 17170 exhibited high sequence identity (89%, 95%, and 97%, respectively) to AscAB, AscC, and AscD of the cellulose synthesis-encoding operon of Gluconacetobacter hansenii ATCC 53582 (20, 21) . In addition, 53 genes encode potential oxidoreductases, including 3 alcohol dehydrogenases and 9 short-chain dehydrogenases/reductases. Members of the short-chain dehydrogenase/reductase superfamily of oxidoreductases are interesting candidates in green chemistry for the conversion of bulky substrates. Accession number(s). The whole-genome shotgun project of Komagataeibacter maltaceti LMG 1529 T has been deposited at DDBJ/ENA/GenBank under the accession number POTC00000000. The version described in this paper is version POTC01000000.
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